Fig. S1
Sequence variation within the Rhg1 repeat. One hundred forty-nine single nucleotide variants are distributed in an Rhg1 31.2 kb repeat unit. The proportion of observed sequence variants in the reads, equivalent to an estimated probability of observing the variant ("Probability of variant") was depicted as separate graphs from top (10 copies) to bottom (single copy). A proportion of 1 represents 100% occurrence of a given nucleotide in the reads aligning to that locus. 'i' marks a region where all resistant germplasm but the 2 copy variant shows 100% difference from the susceptible variant. The green dot represents a variant shared by all accessions with four or more copies. Region 'ii' shows probability consistent with one copy of the repeat in the lines with 4 or more copies having the same sequence as the reference, others being divergent. Yellow dots represent variants shared by two and three copy germplasm. 'iii' (blue dot) is a single position at 1,657,025 bp, where P varies from 0.5 to 1 depending on copy number. 'iv' marks the Glyma18g02590 gene encoding a predicted α-SNAP. 'v' marks a region with no SNPs. 'vi' marks the region with variants to the reference found in one single copy accession. Below the graph, gene models are shown from the Williams 82 reference genome; the final two exons of Glyma18g02570, Glyma18g02580, Glyma18g02590, Glyma18g02600, and (c) Sanger sequencing used to confirm the presence of multiple sequences at each position. Multiple sequences at 1,657,025 bp on chromosome 18, which is equivalent to 24,801 bp within the repeat, were clearly detected from germplasm carrying two or more than two subtypes. six with unknown origin. WGS: copy number data obtained by whole genome sequencing. qPCR: copy number data obtained by genomic qPCR.
Table S1
Presence/absence of repeat junction(s) and copy number estimation using whole genome sequencing (WGS) or genomic qPCR amplification of the gene Glyma18g02590 in Rhg1. (provided as a separate file)
Table S2
Sequence variants in the repeat junction: the sequence region that spans the centromere-proximal repeat and the adjoining non-duplicated region of the genome adjacent to Rhg1. 
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